This PDF file includes: Tables S1 to S4 legends Other Supplementary Material for this manuscript includes the following: (available at www.sciencesignaling.org/cgi/content/full/6/263/ra12/DC1) RNAi at 18 0 C and 25 0 C. L3 larvae of the indicated genotypes were dissected and stained for Caspase-3 to measure apoptotic cells. The graphs show the distribution of Caspase-3-positive cells in the SBs of the tracheal metameres Tr4 and Tr5 (SB4,5) and the red bar indicates the average (n > 10 SBs; *, p < 0.05; ** p < 0.001 by student's t-test). Inhibition of apoptosis is not dependent on the number of UAS transgenes expressed. Heat map of differentially expressed signaling pathway genes between wild-type zone 3 and zone 3 in which Cut was knocked down with RNAi. Duplicate microarrays (1, 2) are shown for each condition. This experiment shows more variability between duplicates (1, 2) compared to the zone 1 and zone 3 experiment ( fig. S2 ) and the wild-type and cutOE samples shown in (Fig.  7B) , leading to the identification of fewer clear clusters of differentially expressed genes in wildtype and cutRNAi samples. Significantly enriched GO categories in 413 annotated genes differentially expressed by at least 1.5-fold in wt zone 1 compared to cutOE zone 1 of the Drosophila L3 SB. Columns are organized as in Table S1 . 
